. CAPS and DFLP markers according to Nordborg (Nordborg et al., 2005) (Nordborg et al., 2005) * according to own sequencing Other primer sequences were constructed using Primer3 software (Rozen and Skaletsky, 1999) according to the sequences from Nordborg were calculated on 45 F3-families. Test statistics were calculated using the computer program MapQTL5 (Van Ooijen, 2004) and genome wide threshold (for KFW) indicated by the horizontal dashed line was calculated by a permutation test with 2,000 replications to keep the probability of type I error below 5%. The names of QTL are indicated for the trait KFW.
